Mapping biomedical literature with WNT signaling pathway.
Epigenetic studies in cancer pathways have been essential in helping scientists understand the key players in cancer. Gene relationships reported in biomedical literature are valuable to understand the interaction network. Nevertheless, biomedical literature is growing rapidly and the scientific community needs a mechanism to have up-to-date pathways that reflect the new findings from the literature. In this work, we are developing informatics tools to extract gene relationship from literature using text mining and semantic understanding.